. D) Gene ontology (GO) term analysis for clusters 2 and 3 from Figure 1D . E) 1-way Anova P-value < 2e-16
1-way Anova P-value < 2e-16
1-way Anova P-value < 2e-16 1-way Anova P-value < 2e-16 Table S3 . B) Aggregate chromatin accessibility for each ATAC-seq sample in clusters 1-5 from Figure 3A . p-values for 1-way ANOVA testing across samples are shown within individual box plots. Statistical testing for pairwise comparisons within a given cluster was performed by Tukey's HSD test between groups. All comparisons were significant, and numerical values for Tukey's HSD testing are provided in Table S2 . C) Genomic location of the peaks in clusters 1-5 from Figure 3A . D) Gene ontology (GO) term analysis for clusters 1, 2, and 4 shown in Figure 3A . E) HOMER analysis to identify binding motifs for clusters 1, 2, and 4 from Figure 3A . Figure 3A . B) Aggregate chromatin accessibility for each ATAC-seq sample in clusters 1-5 from (A). p-values for 1-way ANOVA testing across samples are shown within individual box plots. Statistical testing for pairwise comparisons within a given cluster was performed by Tukey's HSD test between groups. All comparisons were significant, and numerical values for Tukey's HSD testing are provided in Table  S2 .
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C) Gene ontology (GO) term analysis for clusters shown in (A). D) HOMER analysis to identify binding motifs for clusters shown in (A)
. + H a n d 2 + H a n d 2 V P 1 6 G M T + H a n d 2 + H a n d 2 E n G M T + H a n d 2 + H a n d 2 F 1 1 9 P **** DNA α-actinin GFP GMT + Hand2∆1-50 GMT + Hand2∆1-32 GMT + Hand2∆1-25 GMT + Hand2∆1-20 GMT + Hand2∆1-75 GMT + Hand2∆1-90 Sarcomere organization (left) and subtype diversification (right) was assessed for each (mean±SD, n=3). All samples were compared with GMT to determine statistical significance. D) Nuclear localization of Hand2 mutants was confirmed by immunocytochemistry (ICC) and confocal imaging. Scale bar, 20μm. E) Production of full-length Hand2 mutants was validated by Western Blot. F) DNA binding capacity of Hand2 mutants was assessed by luciferase assay in the presence of αMHC-Luc reporter and VP16 fusion proteins. G) Protein-protein interaction capacity of Hand2 mutants was tested by co-immunoprecipitation analysis with Tbx5. H) ICC analysis of cardiac reprogramming by GMT plus the indicated Hand2 mutants. Scale bar, 20μm. Statistical significance indicated as follows: *, p<0.05; **, p<0.01; ***, p<0.001; ****, p<0.0001. Non-significant comparisons indicated either by "ns" or no asterisk. Figure 6A with sarcomere genes highlighted in red (left) and pacemaker marker genes highlighted in blue (right). B) Violin plots of RNA-seq data corresponding to Figure 6B . C) Pkp2 was tested for its activity in a cardiac reprogramming assay for sarcomere organization (left) and subtype diversification (right) (mean±SD, n=6). Samples were compared with GMT (left of dashed line) or GHMT (right of dashed line) to determine statistical significance. Additional pairwise comparisons are shown with horizontal lines at the top of each graph. Statistical significance indicated as follows: *, p<0.05; **, p<0.01; ***, p<0.001; ****, p<0.0001. Non-significant comparisons indicated either by "ns" or no asterisk.
